Supplementary Figure 1. Sequence Alignments. (a)
Multiple sequence alignment of selected SANT/Myb domains show conservation of core residues. Residues that are part of the SANT1 hydrophobic core are denoted with *. An extended a1/a2 loop found in EZH2 is shown below the alignment of the core SANT/Myb structured region. (b) Alignment of SANT1 sequences across several species show that the core domain is well-conserved across higher eukaryotes. (c) Sequence alignments of EZH2 SANT1 and EZH2 SANT2 show little sequence conservation between the domains. Sequence alignments were generated using Clustal Omega and the BoxShade server. Residues with >0.5 sequence identity are highlighted black and non-identical residues that contain similar amino acid types are highlighted grey. The TALOS+ predicted secondary structure of SRM-SANT1 is represented above the sequence alignments. 
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